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Score 
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Pet 


E-vai 










1 


P AAC5S38 4 


Human PR01153 nucleotide sequence SEQ ID 


+ 


1141 


1141 


100 


0 . 0 








z 


P AAZ650 81 


Membrane-bound protein PR01153 encoding 


+ 


1141 


1141 


100 


0.0 






3 


P AAF44227 


Human PR01153 (UNQ583) nucleotide sequen 


+ 


1141 


1141 


100 


0.0 








4 


BC009558 


Homo sapiens, clone IMAGE : 38 9955 0, mRNA, 


+ 


1137 


1140 


100 


0 . 0 






5 


P AAD12571 


Human protein having hydrophobic domain 


+ 


1133 


1136 


100 


0.0 






6 


AX191504 


Sequence 26 from Patent WO014 9728. DNA, 


+ 


1133 


1136 


100 


0.0 






>i P 


_AAC58384 Human PR01153 nucleotide sequence SEQ ID NO 


: 4 


8. (11 


41 bp) 



Score = 1141 (2262 bits), Expect = 0.0 

Identities = 1141/1141 (100%), at 1,1-1141,114 1, Strand +/+ 
SS.DNA59842 1 

GGGCTGGGCCCCGCCGCAGCTCCAGCTGGCCGGCTTGGTCCTGCGGTCCCTTCTCTGGGA 

+ ** + + ******* + ****+ + **** + i,ic + *** + + + + + + + + i , + + + i + + + + + + i , + + + irir j r t + irir 
P_AAC5 8 38 4 1 

GGGCTGGGCCCCGCCGCAGCTCCAGCTGGCCGGCTTGGTCCTGCGGTCCCTTCTCTGGGA 
SS.DNA5 98 4 2 61 

GGCCCGACCCCGGCCGCGCCCAGCCCCCACCATGCCACCCGCGGGGCTCCGCCGGGCCGC 

* + + ** + ***** + *± + ±* + ** + + + + * + + + + + + + ±*± + + + + + + ir ± + + i , i , i , ir + t!ir + i . + + + il . + ^ 
P_AAC58384 61 

GGCCCGACCCCGGCCGCGCCCAGCCCCCACCATGCCACCCGCGGGGCTCCGCCGGGCCGC 
ss.DNA59842 121 

GCCGCTCACCGCAATCGCTCTGTTGGTGCTGGGGGCTCCCCTGGTGCTGGCCGGCGAGGA 

*±***±* + + ± + ***** + + i** + + * + ** + + ^ + *± + + + + + + + + + i!i , i , + + + irir ±_ lrii + + ± + + _ tir 
P_AAC58 38 4 121 

GCCGCTCACCGCAATCGCTCTGTTGGTGCTGGGGGCTCCCCTGGTGCTGGCCGGCGAGGA 
ss.DNA59842 181 

CTGCCTGTGGTACCTGGACCGGAATGGCTCCTGGCATCCGGGGTTTAACTGCGAGTTCTT 

+ + + * + **±±* + ± + + + + + + + + *** + + ± + + + * + + + + i, + iri , + + + + + ±± + * + + + + + irir + iri , + + + 
P_AAC58384 181 

CTGCCTGTGGTACCTGGACCGGAATGGCTCCTGGCATCCGGGGTTTAACTGCGAGTTCTT 
SS.DNA598 4 2 241 

CACCTTCTGCTGCGGGACCTGCTACCATCGGIACTGCTGCAGGGACCTGACCTTGCTTAT 
* + + * + + + + + ^ + » + + + i + ^ + + + + i + + i + + i + + i + + + + i + + + + + + i + 

P_AAC58334 241 

CACCTTCTGCTGCGGGACCTGCTACCATCGGTACTGCTGCAGGGACCTGACCTTGCTTAT 



<3- 



1 




ss. DNA59842 301 

CACCGAGAGGCAGCAGAAGCACTGCCTGGCCTTCAGCCCCAAGACCATAGCAGGCATCGC 
P_AAC58384 301 

CACCGAGAGGCAGCAG.AAGCACTGCCTGGCCTTCAGCCCCAAGACCATAGCAGGCATCGC 
ss,DNA59842 361 

CTCAGCTGTGATCCTCTTTGTTGCTGTGGTTGCCACCACCATCTGCTGCTTCCTCTGTTC 
P_AAC58384 361 

CTCAGCTGTGATCCTCTTTGTTGCTGTGGTTGCCACCACCATCTGCTGCTTCCTCTGTTC 
SS.DNA59842 421 

CTGTTGCTACCTGTACCGCCGGCGCCAGCAGCTCCAGAGCCCATTTGAAGGCCAGGAGAT 
P_AAC58384 421 

CTGTTGCTACCTGTACCGCCGGCGCCAGCAGCTCCAGAGCCCATTTGAAGGCCAGGAGAT 
SS.DNA59842 481 

TCCAATGACAGGCATCCCAGTGCAGCCAGTATACCCATACCCCCAGGACCCCAAAGCTGG 

+ + + + + + + * + + + + + + * + + + + + + + + + + * + + + * + + * + + + + + + + + 

P_AAC58384 481 

TCCAATGACAGGCATCCCAGTGCAGCCAGTATACCCATACCCCCAGGACCCCAAAGCTGG 
SS.DNA5 98 4 2 541 

CCCTGCACCCCCACAGCCTGGCTTCATGTACCCACCTAGTGGTCCTGCTCCCCAATATCC 
P_AAC58384 541 

CCCTGCACCCCCACAGCCTGGCTTCATGTACCCACCTAGTGGTCCTGCTCCCCAATATCC 
ss.DNA59842 601 

ACTCTACCCAGCTGGGCCCCCAGTCTACAACCCTGCAGCTCCTCCTCCCTATATGCCACC 
P_AAC58384 601 

ACTCTACCCAGCTGGGCCCCCAGTCTACAACCCTGCAGCTCCTCCTCCCTATATGCCACC 
SS.DNA5 98 4 2 661 

ACAGCCCTCTTACCCGGGAGCCTGAGGAACCAGCCATGTCTCTGCTGCCCCTTCAGTGAT 
P_AAC58384 661 

ACAGCCCTCTTACCCGGGAGCCTGAGGAACCAGCCATGTCTCTGCTGCCCCTTCAGTGAT 
SS.DNA59842 721 

GCCAACCTTGGGAGATGCCCTCATCCTGTACCTGCATCTGGTCCTGGGGGTGGCAGGAGT 
P_AAC58384 721 

GCCAACCTTGGGAGATGCCCTCATCCTGTACCTGCATCTGGTCCTGGGGGTGGCAGGAGT 
SS.DNA5 984 2 7 81 

CCTCCAGCCACCAGGCCCCAGACCAAGCCAAGCCCTGGGCCCTACTGGGGACAGAGCCCC 



CCTCCAGCCACCAGGCCCCAGACCAAGCCAAGCCCTGGGCCCTACTGGGGACAGAGCCCC 



ss.DNA59842 841 

AGGGAAG7GGAACAGGAGCTGAACTAGAACTATGAGGGGTTGGGGGGAGGGCTTGGAA 



^^i***************************^*******-******************* 

P AAC583S4 841 

AGGGAAGTGGAACAGGAGCTGAACTAGAACTATGAGGGGTTGGGGGGAGGGCTTGGAATT 
SS.DNA59842 901 

ATGGGCTATTTTTACTGGGGGCAAGGGAGGGAGATGACAGCCTGGGTCACAGTGCCTGTT Ja 
************* + *** + *-************* + *->-* + * + * + ****************** 

P AAC58384 901 TT 1 
ATGGGCTATTTTTACTGGGGGCAAGGGAGGGAGATGACAGCCTGGGTCACAGTGCCTGTT r^i. 

SS.DNA59842 961 

TTCAAATAGTCCCTCTGCTCCCAAGATCCCAGCCAGGAAGGCTGGGGCCCTACTGTTTGT 

*************************+***+*+*+*++*+********************* 

P AAC58384 961 

TTCAAATAGTCCCTCTGCTCCCAAGATCCCAGCCAGGAAGGCTGGGGCCCTACTGTTTGT 
SS.DNA59842 1021 

CCCCTCTGGGCTGGGGTGGGGGGAGGGAGGAGGTTCCGTCAGCAGCTGGCAGTAGCCCTC 

************************* *****************+ ****************+ 

P AAC58384 1021 

CCCCTCTGGGCTGGGGTGGGGGGAGGGAGGAGSTTCCGTCAGCAGCTGGCAGTAGCCCTC 
SS.DNA59842 10B1 

CTCTCTGGCTGCCCCACTGGCCACATCTCTGGCCTGCTAGATTAAAGCTGTAAAGACAAA 

^i,********************************************************** 
P AAC58384 1081 

CTCTCTGGCTGCCCCACTGGCCACATCTCTGGCCTGCTAGATTAAAGCTGTAAAGACAAA 

ss.DNA59842 1141 A 
P_AAC5 838 4 1141 A 

>2 P AAZ65081 Membrane-bound protein PR01153 encoding cDNA. (1141 bp) [1 
seg] 

Score = 1141 (2262 bits), Expect = 0.0 

Identities = 1141/1141 (100%), at 1,1-1141,1141, Strand +/+ 
SS.DNA59842 1 

GGGCTGGGCCCCGCCGCAGCTCCAGCTGGCCGGCTTGGTCCTGCGGTCCCTTCTCTGGGA 



*-********* 



+ ************* + * + * + * + * + * + * + * + * + + * + + *'i t + *******"* r * J 

P AAZ65081 1 

GGGCTGGGCCCCGCCGCAGCTCCAGCTGGCCGGCTTGGTCCTGCGGTCCCTTCTCTGGGA 
SS.DNA59842 61 

GGCCCGACCCCGGCCGCGCCCAGCCCCCACCATGCCACCCGCGGGGCTCCGCCGGGCCGC 



t*+***+**+****+*- 



,** + ***** + * + *****,r****** + ** + ** + ** + -»-*+** 



P_AAZ65081 61 

GGCCCGACCCCGGCCGCGCCCAGCCCCCACCAvGCCACCCGCGGGGCTCCGCCGGC 
SS.DNA59842 121 




GCCGCTCACCGCAATCGCTCTGTTGGTGCTGGGGGCTCCCCTGGTGCTGGCCGGCGAGGA 
P_AAZ65081 121 

GCCGCTCACCGCAATCGCTCTGTTGGTGCTGGGGGCTCCCCTGGTGCTGGCCGGCGAGGA 



SS.DNA59842 181 

CTGCCTGTGGTACCTGGACCGGAATGGCTCCTGGCATCCGGGGTTTAACTGCGAGTTCTT 
P_AAZ65081 181 

CTGCCTGTGGTACCTGGACCGGAATGGCTCCTGGCATCCGGGGTTTAACTGCGAGTTCTT 



SS.DNA59842 241 

CACCTTCTGCTGCGGGACCTGCTACCAT CGGTAC TGCTGCAGGGACCTGACCTTGCTTAT 
P AAZ65081 24 1 

CACCTTCTGCTGCGGGACCTGCTACCATCGGTACTGCTGCAGGGACCTGACCTTGCTTAT 
ss.DNA59842 301 

CACCGAGAGGCAGCAGAAGCACTGCCTGGCCTTCAGCCCCAAGACCATAGCAGGCATCGC 
P_AAZ65081 301 

CACCGAGAGGCAGCAGAAGCACTGCCTGGCCTTCAGCCCCAAGACCATAGCAGGCATCGC 
ss.DNA59842 361 

CTCAGCTGTGATCCTCTTTGTTGCTGTGGTTGCCACCACCATCTGCTGCTTCCTCTGTTC 

+ + ± + *±± + ±±±±±-k** + ±*****->r* + + * + *-<'*± + + ±-<'* + * + + + + ** + ->'-<' + ** + ******* 
P_AAZ65081 361 

CTCAGCTGTGATCCTCTTTGTTGCTGTGGTTGCCACCACCATCTGCTGCTTCCTCTGTTC 
SS.DNA59842 421 

CTGTTGCTACCTGTACCGCCGGCGCCAGCAGCTCCAGAGCCCATTTGAAGGCCAGGAGAT 
P_AAZ65081 421 

CTGTTGCTACCTGTACCGCCGGCGCCAGCAGCTCCAGAGCCCATTTGAAGGCCAGGAGAT 
SS.DNA59842 481 

TCCAATGACAGGCATCCCAGTGCAGCCAGTATACCCATACCCCCAGGACCCCAAAGCTGG 

+*+**+*+***++*+**+*++*****++*********+******++ + ++** + *** + ^+** 
P_AAZ65081 481 

TCCAATGACAGGCATCCCAGTGCAGCCAGTATACCCATACCCCCAGGACCCCAAAGCTGG 
SS.DNA59842 541 

CCCTGCACCCCCACAGCCTGGCTTCATGTACCCACCTAGTGGTCCTGCTCCCCAATATCC 

+ + + + * + + + + * + + * + + * + + * + + + + + + * + * + + * + 

P_AAZ65081 541 

CCCTGCACCCCCACAGCCTGGCTTCATGTACCCACCTAGTGGTCCTGCTCCCCAATATCC 
SS.DNA59842 601 

ACTCTACCCAGCTGGGCCCCCAGTCTACAACCCTGCAGCTCCTCCTCCCTATATGCCACC 
P_AAZ65081 6C1 

ACTCTACCCAGCTGGGCCCCCAGTCTACAACCCTGCAGCTCCTCCTCCCTATATGCCACC 



s s . DNA5 9 8 4 2 6 61 

ACAGCCCTCTTACCCGGGAGCCTGAGGAACCAGCCATGTCTCTGCTGCCCCTTCAGTGAT 
P AAZ65081 661 

ACAGCCCTCTTACCCGGGAGCCTGAGGAACCAGCCATGTCTCTGCTGCCCCTTCAGTGAT 



S5.DNA59842 721 

GCCAACCTTGGGAGATGCCCTCATCCTGTACCTGCATCTGGTCCTGGGGGTGGCAGGAGT 
P_AAZ65081 721 

GCCAACCTTGGGAGATGCCCTCATCCTGTACCTGCATCTGGTCCTGGGGGTGGCAGGAGT 



SS.DNA59842 781 

CCTCCAGCCACCAGGCCCCAGACCAAGCCAAGCCCTGGGCCCTACTGGGGACAGAGCCCC 
P_AAZ65081 781 

CCTCCAGCCACCAGGCCCCAGACCAAGCCAAGCCCTGGGCCCTACTGGGGACAGAGCCCC 



ss.DNA59842 841 

AGGGAAGTGGAACAGGAGCTGAACTAGAACTATGAGGGGTTGGGGGGAGGGCTTGGAATT 
P_AAZ65081 841 

AGGGAAGTGGAACAGGAGCTGAACTAGAACTATGAGGGGTTGGGGGGAGGGCTTGGAATT 
ss.DNA59842 901 

ATGGGCTATTTTTACTGGGGGCAAGGGAGGGAGATGACAGCCTGGGTCACAGTGCCTGTT 
P_AAZ65081 901 

ATGGGCTATTTTTACTGGGGGCAAGGGAGGGAGATGACAGCCTGGGTCACAGTGCCTGTT 



SS.DNA59842 961 

TTCAAATAGTCCCTCTGCTCCCAAGATCCCAGCCAGGAAGGCTGGGGCCCTACTGTTTGT 
P__AAZ65081 961 

TTCAAATAGTCCCTCTGCTCCCAAGATCCCAGCCAGGAAGGCTGGGGCCCTACTGTTTGT 
ss.DNA59842 1021 

CCCCTCTGGGCTGGGGTGGGGGGAGGGAGGAGGTTCCGTCAGCAGCTGGCAGTAGCCCTC 
P_AAZ65081 1021 

CCCCTCTGGGCTGGGGTGGGGGGAGGGAGGAGGTTCCGTCAGCAGCTGGCAGTAGCCCTC 
SS.DNA59842 1081 

CTCTCTGGCTGCCCCACTGGCCACATCTCTGGCG7GCTAGATTAAAGCTGTAAAGACAAA 

+ + + + + + + + + + + + + + + + + + + * + + + + + + + + 

P_AAZ65081 1081 

CTCTCTGGCTGCCCCACTGGCCACATCTCTGGCCTGCTAGATTAAAGCTGTAAAGACAAA 



ss.DNA5 98 4 2 1141 A 

k 

P AAZ65 081 1141 A 




>3 P_AAF44227 Human PR01153 (UNQ583) nucleotide sequence SEQ ID NO: 350. 
(1141 bp) [1 seg] 

Score = 1141 (2262 bits), Expect = 0.0 

Identities = 1141/1141 (100%.), at 1,1-1141,1141, Strand +/ + 
ss.DNA5 98 4 2 1 

GGGCTGGGCCCCGCCGCAGCTCCAGC1GGCCGGC7TGGTCCTGCGGTCCCTTCTCTGGGA 
P_AAF44227 1 

GGGCTGGGCCCCGCCGCAGCTCCAGCTGGCCGGCTTGGTCCTGCGGTCCCTTCTCTGGGA 
ss.DNA59842 61 

GGCCCGACCCCGGCCGCGCCCAGCCCCCACCATGGCACCCGCGGGGCTCCGCCGGGCCGC 
?_.AAF4 4 227 61 

GGCCCGACCCCGGCGGCGCCCAGCCCCCACCATGCCACCCGCGGGGCTCCGCCGGGCCGC 
ss.DKA5 98 4 2 121 

GCCGCTCACCGCAATCGCTCTGTTGGTGCTGGGGGCTCCCCTGGTGCTGGCCGGCGAGGA 
P_AAF44227 121 

GCCGCTCACCGCAATCGCTCTGTTGGTGCTGGGGGCTCCCCTGGTGCTGGCCGGCGAGGA 
SS.DNA5 98 4 2 181 

CTGCCTGTGGTACCTGGACCGGAATGGCTCCTGGCATCCGGGGTTTAACTGCGAGTTCTT 
P_AAF44227 181 

CTGCCTGTGGTACCTGGACCGGAATGGCTCCTGGCATCCGGGGTTTAACTGCGAGTTCTT 
ss.DNA59842 241 

CACCTTCTGCTGCGGGACCTGCTACCATCGGTACTGCTGCAGGGACCTGACCTTGCTTAT 
P_AAF4 4 227 24 1 

CACCTTCTGCTGCGGGACCTGCTACCATCGGTACTGCTGCAGGGACCTGACCTTGCTTAT 
S5.DNA59842 301 

CACCGAGAGGCAGCAGAAGCACTGCCTGGCCTTCAGCCCCAAGACCATAGCAGGCATCGC 
P_AAF44227 301 

CACCGAGAGGCAGCAGAAGCACTGCCTGGCCTTCAGCCCCAAGACCATAGCAGGCATCGC 
SS.DNA59842 361 

CTCAGCTGTGATCCTCTTTGTTGCTGTGGTTGCCACCACCATCTGCTGCTTCCTCTGTTC 

±± + + + + ± + + + + + + + + + + + + + + + + + + + ± + + + + + + ± + + + + + ±± + + ± + + + ± + -ir + + + -ir-h + + -k + +- 
P_AAF4 4 22 7 3 61 

CTCAGCTGTGATCCTCTTTGTTGCTGTGGTTGCCACCACCATCTGCTGCTTCCTCTGTTC 
SS.DNA5 98 4 2 421 

CTGTTGCTACCTGTACCGCCGGCGCCAGCAGCTCCAGAGCCCATTTGAAGGCCAGGAGAT 
P AAF4 4 22 7 4 21 

CTGTTGCTACCTGTACCGCCGGCGCCAGCAGCTCCAGAGCCCATTTGAAGGCCAGGAGAT 



SS.DNA59842 481 

TCCAATGACAGGCATCCCAGTGCAGCCAGTATACCCATACCCCCAGGACCCCAAAGCTC 



-tf-if-*-*'*'-*--*'**'-*-**-******-*-^ 

P_AAF4 4 22 7 481 

TCCAATGACAGGCATCCCAGTGCAGCCAGTATACCCATACCCCCAGGACCCCAAAGCTGG 
SS.DNA59S42 541 

CCCTGCACCCCCACAGCCTGGGTTGATGTACCCACCTAGTGGTCCTGCTCCCCAATATCC 
?_AAF44227 541 

CCCTGCACCCCCACAGCCTGGCTTCATGTACCCACCTAGTGGTCCTGCTCCCCAATATCC 
ss.DNA59842 601 

ACTCTACCCAGCTGGGCCCCCAGTCTACAACCCTGCAGCTCCTCCTCCCTATATGCCACC 

* + ** + ±**±±±* + + ± + + + ± + + ± + ± + + + * + + ± + + + + * + ** + *** + + -i f + -k-i < ± + ±± + + + + i r i r -tr 
P_AAF4 4 22 7 601 

ACTCTACCCAGCTGGGCCCCCAGTCTACAACCCTGCAGCTCCTCCTCCCTATATGCCACC 
SS.DNA59842 661 

ACAGCCCTCTTACCCGGGAGCCTGAGGAACCAGCCATGTCTCTGCTGCCCCTTCAGTGAT 
P_AAF4 4 227 661 

ACAGCCCTCTTACCCGGGAGCCTGAGGAACCAGCCATGTCTCTGCTGCCCCTTCAGTGAT 
ss.DNA59842 721 

GCCAACCTTGGGAGATGCCCTCATCCTGTACCTGCATCTGGTCCTGGGGGTGGCAGGAGT 
P_AAF4 4 227 721 

GCCAACCTTGGGAGATGCCCTCATCCTGTACCTGCATCTGGTCCTGGGGGTGGCAGGAGT 
SS.DNA59842 781 

CCTCCAGCCACCAGGCCCCAGACCAAGCCAAGCCCTGGGCCCTACTGGGGACAGAGCCCC 

±±± + + + + + ±* + + + + i r + ir + + + + + + *ir** + + + ± + + * + + + * + + -fr + -k-tr4r* + + i r ± + *±*±±± + ±-k 
P_AAF4 4 22 7 781 

CCTCCAGCCACCAGGCCCCAGACCAAGCCAAGCCCTGGGCCCTACTGGGGACAGAGCCCC 
SS.DNA59842 841 

AGGGAAGTGGAACAGGAGCTGAACTAGAACTATGAGGGGTTGGGGGGAGGGCTTGGAATT 
P_AAF4 4 2 27 84 1 

AGGGAAGTGGAACAGGAGCTGAACTAGAACTATGAGGGGTTGGGGGGAGGGCTTGGAATT 
SS.DNA59842 901 

ATGGGCTATTTTTACTGGGGGCAAGGGAGGGAGATGACAGCCTGGGTCAGAGTGCCTGTT 
P_AAF44227 901 

ATGGGCTATTTTTACTGGGGGCAAGGGAGGGAGATGACAGCCTGGGTCACAGTGCCTGTT 
SS.DNA59842 961 

TTCAAATAGTCCCTCTGCTCCCAAGATCCCAGCCAGGAAGGCTGGGGCCCTACTGTTTGT 



rV 



P AAF44227 961 




TTCAAATAGTCCCTCTGCTCCCAAGATCCCAGCCAGGAAGGCTGGGGCCCTACTGTTTGT 
SS.DNA5 98 4 2 1021 

CCCCTCTGGGCTGGGGTGGGGGGAGGGAGGAGGTTCCGTCAGCAGCTGGCAGTAGCCCTC 
P_AAF4 4 22 7 1021 

CCCCTCTGGGCTGGGGTGGGGGGAGGGAGGAGGTTCCGTCAGCAGCTGGCAGTAGCCCTC 
ss.DNA59842 1081 

CTCTCTGGCTGCCCCACTGGCCACATCTCTGGCCTGCTAGATTAAAGCTGTAAAGACAAA 

+ + * + + + + + + + + + + + + + + + + + + + + + + + + + + + * + + + + + + + * + + + + ± + -tr±±*-* + 

P_AAF4 4 22 7 1081 

CTCTCTGGCTGCCCCACTGGCCACATCTCTGGCCTGCTAGATTAAAGCTGTAAAGACAAA 
ss . DNA5 98 4 2 1141 A 
P_AAF4 4 2 27 1141 A 

>4 BC009558 Homo sapiens, clone IMAGE : 38 99550 , mRNA, partial cds . (1156 
bp) [1 seg] 
Score = 1137 (2254 bits), Expect = 0.0 

Identities = 1140/1141 (99%), at 1,5-1141,1145, Strand +/+ 
SS.DNA5 98 42 1 

GGGCTGGGCCCCGCCGCAGCTCCAGCTGGCCGGCTTGGTCCTGCGGTCCCTTCTCTGGGA 
BC009558 5 

GGGCTGGGCCCCGCCGCAGCTCCAGCTGGCCGGCTTGGTCCTGCGGTCCCTTCTCTGGGA 
SS.DNA59842 61 

GGCCCGACCCCGGCCGCGCCCAGCCCCCACCATGCCACCCGCGGGGCTCCGCCGGGCCGC 

+ + ±± + + * + + + ±±* + + *±± + + + * + + + + + ± + + + + **± + + + * + + ^ + ±±-k + -k±-*r±-k-tr + + + -k + + -tc 
BC009558 65 

GGCCCGACCCCGGCCGCGCCCAGCCCCCACCATGCCACCCGCGGGGCTCCGCCGGGCCGC 
ss.DNA5 98 4 2 121 

GCCGCTCACCGCAATCGCTCTGTTGGTGCTGGGGGCTCCCCTGGTGCTGGCCGGCGAGGA 
BC009558 125 

GCCGCTCACCGCAATCGCTCTGTTGGTGCTGGGGGCTCCCCTGGTGCTGGCCGGCGAGGA 
ss.DNA59842 181 

CTGCCTGTGGTACCTGGACCGGAATGGCTCCTGGCATCCGGGGTTTAACTGCGAGTTCTT 
BC009558 185 

CTGCCTGTGGTACCTGGACCGGAATGGCTCCTGGCATCCGGGGTTTAACTGCGAGTTCTT 
ss.DNA59842 241 

CACCTTCTGCTGCGGGACCTGCTACCATCGGTACTGCTGCAGGGACCTGACCTTGCTTAT 

+ + + ** + + * + + + + + + + + + ^** + + + + * + + + + + + * + + ** + * + ** + * + + + 

BC009558 245 

CACCTTCTGCTGCGGGACCTGCTACCATCGGTACTGCTGCAGGGACCTGACCTTGCTTAT 
SS.DNA59642 301 



<5~ 

) 

CACCGAGAGGCAGCAGAAGCACTGCCTGGCCTTCAGCCCCAAGACCATAGCAGGCATCGC <^C 



* + ** + *i** + + ** + ^^ + * + + + + ii< -» > + ^, Jr + i ^ J , J _ + lt + + iJr + i + i + + Jr + + 7tl . Jt + _ ti[iJriii _ 
BC009558 3C5 

CACCGAGAGGCAGCAGAAGCACTGCCTGGCCTTCAGCCCCAAGACCATAGCAGGCATCGC 
SS.DNA598 4 2 361 

CTCAGCTGTGATCCTCTTTGTTGCTGTGGTTGCCACCACCATCTGCTGCTTCCTCTGTTC 
BC009558 365 

CTCAGCTGTGATCCTCTTTGTTGCTGTGGTTGCCACCACCATCTGCTGCTTCCTCTGTTC 
SS.DNA59842 421 

CTGTTGCTACCTGTACCGCCGGCGCCAGCAGCTCCAGAGCCCATTTGAAGGCCAGGAGAT 
BC009558 425 

CTGTTGCTACCTGTACCGCCGGCGCCAGCAGCTCCAGAGCCCATTTGAAGGCCAGGAGAT 
SS.DNA59842 481 

TCCAATGACAGGCATCCCAGTGCAGCCAGTATACCCATACCCCCAGGACCCCAAAGCTGG 

±*±* + * + + ** + ** + + * + ± + *->:-lr±-):-t r + + + + * + .l + + *.t, + * + + ± + + + + ± + ± + + + + + + + ir + i + i 

BC009558 485 

TCCAATGACAGGCATCCCAGTGCAGCCAGTATACCCATACCCCCAGGACCCCAAAGCTGG 
SS.DNA59842 541 

CCCTGCACCCCCACAGCCTGGCTTCATGTACCCACCTAGTGGTCCTGCTCCCCAATATCC 
BC009558 545 

CCCTGCACCCCCACAGCCTGGCTTCATATACCCACCTAGTGGTCCTGCTCCCCAATATCC 
ss.DNA59842 601 

ACTCTACCCAGCTGGGCCCCCAGTCTACAACCCTGCAGCTCCTCCTCCCTATATGCCACC 
BC009558 605 

ACTCTACCCAGCTGGGCCCCCAGTCTACAACCCTGCAGCTCCTCCTCCCTATATGCCACC 
ss.DNA59842 661 

ACAGCCCTCTTACCCGGGAGCCTGAGGAACCAGCCATGTCTCTGCTGCCCCTTCAGTGAT 
* + * + ** + ** + ** + + * + ** + * + ** + + * + + i + + * + i * + *»* > + + i + ^ + + + i + + i + i ^ + Jritil . + 
BC009558 665 

ACAGCCCTCTTACCCGGGAGCCTGAGGAACCAGCCATGTCTCTGCTGCCCCTTCAGTGAT 
SS.DNA59842 721 

GCCAACCTTGGGAGATGCCCTCATCCTGTACCTGCATCTGGTCCTGGGGGTGGCAGGAGT 

******** + ******* + *±* + + * + ±* + + * + + i + + *. k + T r + T. + + ± + irir + + ± ir + + + + ± + fllr + ir 

3C009558 725 

GCCAACCTTGGGAGATGCCCTCATCCTGTACCTGCATCTGGTCCTGGGGGTGGCAGGAGT 
SS.DNA59842 781 

CCTCCAGCCACCAGGCCCCAGACCAAGCCAAGCCCTGGGCCCTACTGGGGACAGAGCCCC 

+ ** + ± + + * + + + **** + * + + + + * + + + + + + ± + * + + + i . + i ,l, + i , ir ± + ± + + + i ± + + + + ir + + i j rir + 

BC009558 785 

CCTCCAGCCACCAGGCCGCAGACCAAGCCAAGCCCTGGGCCCTACTGGGGACAGAGCCCC 




SS.DNA59842 841 

AGGGAAGTGGAACAGGAGCTGAACTAGAACTATGAGGGGTTGGGGGGAGGGCTTGGAATT 
BC009558 845 

AGGGAAGTGGAACAGGAGCTGAACTAGAACTATGAGGGGTTGGGGGGAGGGCTTGGAATT 



ss.DNA59842 901 

ATGGGCTATTTTTACTGGGGGCAAGGGAGGGAGATGACAGCCTGGGTCACAGTGCCTGTT 
BC009558 905 

ATGGGCTATTTTTACTGGGGGCAAGGGAGGGAGATGACAGCCTGGGTCACAGTGCCTGTT 



SS.DNA59842 961 

TTCAAATAGTCCCTCTGCTCCCAAGATCCCAGCCAGGAAGGCTGGGGCCCTACTGTTTGT 
BC009558 965 

TTCAAATAGTCCCTCTGCTCCCAAGATCCCAGCCAGGAAGGCTGGGGCCCTACTGTTTGT 



SS.DNA59842 1021 

CCCCTCTGGGCTGGGGTGGGGGGAGGGAGGAGGTTCCGTCAGCAGCTGGCAGTAGCCCTC 
BCO09558 1025 

CCCCTCTGGGCTGGGGTGGGGGGAGGGAGGAGGTTCCGTCAGCAGCTGGCAGTAGCCCTC 



SS.DNA59842 1081 

CTCTCTGGCTGCCCCACTGGCCACATCTCTGGCCTGCTAGATTAAAGCTGTAAAGACAAA 
BC009558 1085 

CTCTCTGGCTGCCCCACTGGCCACATCTCTGGCCTGCTAGATTAAAGCTGTAAAGACAAA 



SS.DNA59842 1141 A 



BC009558 1145 A 

>5 p_AAD12571 Human protein having hydrophobic domain encoding cDNA 
clone HP10764. (1372 bp) [1 seg] 
Score = 1133 (2246 bits), Expect = 0.0 

Identities = 1136/1137 (99%), at 1,236-1137,1372, Strand +/+ 
SS.DNA5 98 4 2 1 

GGGCTGGGCCCCGCCGCAGCTCCAGCTGGCCGGCTTGGTCCTGCGGTCCCTTCTCTGGGA 

+ * + * + + + + + + + * + * + + + + * + + + * + + + + * + * + + + * + * + + * + 

P AAD12571 236 

GGGCTGGGCCCCGCCGCAGCTCCAGCTGGCCGGCTTGGTCCTGCGGTCCCTTCTCTGGGA 



SS.DNA59842 61 

GGCCCGACCCCGGCCGCGCCCAGCCCCCACCATGCCACCCGCGGGGCTCCGCCGGGCCGC 

+ + + + + * + + + + + + + * + * + + + * + * + + + * + * + + + + * + * + + + + + + 

P_AAD12571 296 

GGCCCGACCCCGGCCGCGCCCAGCCCCCACCATGCCACCCGCGGGGCTCCGCCGGGCCGC 
SS.DNA59842 121 

GCCGCTCACCGCAATCGCTCTGTTGGTGCTGGGGGCTCCCCTGGTGCTGGCCGGCGAGGA 




P_AAD12571 356 

GCCGCTCACCGCAATCGCTCTGTTGGTGCTGGGGGCTCCCCTGGTGCTGGCCGGCGAGGA 



SS.DNA59842 181 

CTGCCTGTGGTACCTGGACCGGAATGGCTCCTGGCATCCGGGGTTTAACTGCGAGTTCTT 

**^++*++***+*+********+*****+**+++********+**+*** + *^******** 

P AAD12 571 416 

CTGCCTGTGGTACCTGGACCGGAATGGCTCCTGGCATCCGGGGTTTAACTGCGAGTTCTT 



SS.DNA59842 241 

CACCTTCTGCTGCGGGACCTGCTACCATCGGTACTGCTGCAGGGACCTGACCTTGCTTAT 

+ + * + * + + + + + + * + * + + i-i**************************************** 
P_AAD12 571 4 76 

CACCTTCTGCTGCGGGACCTGCTACCATCGGTACTGCTGCAGGGACCTGACCTTGCTTAT 
ss.DNA59842 301 

CACCGAGAGGCAGCAGAAGCACTGCCTGGCCTTCAGCCCCAAGACCATAGCAGGCATCGC 

* + + ** + ** + + *** + + * + *** + ** + + *-' + * + »*^» + + ** + ' i * + ****************'' r * 
P_AAD12571 536 

CACCGAGAGGCAGCAGAAGCACTGCCTGGCCTTCAGCCCCAAGACCATAGCAGGCATCGC 
SS.DNA59842 361 

CTCAGCTGTGATCCTCTTTGTTGCTGTGGTTGCCACCACCATCTGCTGCTTCCTCTGTTC 
P_AAD12571 596 

CTCAGCTGTGATCCTCTTTGTTGCTGTGGTTGCCACCACCATCTGCTGCTTCCTCTGTTC 
SS.DNA5 98 4 2 421 

CTGTTGCTACCTGTACCGCCGGCGCCAGCAGCTCCAGAGCCCATTTGAAGGCCAGGAGAT 
P_AAD12571 656 

CTGTTGCTACCTGTACCGCCGGCGCCAGCAGCTCCAGAGCCCATTTGAAGGCCAGGAGAT 
SS.DNA59842 481 

TCCAATGACAGGCATCCCAGTGCAGCCAGTATACCCATACCCCCAGGACCCCAAAGCTGG 
P_AAD12 571 716 

TCCAATGACAGGCATCCCAGTGCAGCCAGTATACCCATACCCCCAGGACCCCAAAGCTGG 
SS.DNA59842 541 

CCCTGCACCCCCACAGCCTGGCTTCATGTACCCACCTAGTGGTCCTGCTCCCCAATATCC 
P_AAD 12571 776 

CCCTGCACCCCCACAGCCTGGCTTCATATACCCACCTAGTGGTCCTGCTCCCCAATATCC 
SS.DNA59842 601 

ACTCTACCCAGCTGGGCCCCCAGTCTACAACCCTGCAGCTCCTCCTCCCTATATGCCACC 
ACTCTACCCAGCTGGGCCCCCAGTCTACAAGCCTGCAGCTCCTCCTCCCTATATGCCACC 



SS.DNA59842 661 

ACAGCCCTCTTACCCGGGAGCCTGAGGAACCAGCCATGTCTCTGCTGCCCCTTCAGTGAT 
P_AAD12571 896 

ACAGCCCTCTTACCCGGGAGCCTGAGGAACCAGCCATGTCTCTGCTGCCCCTTCAGTGAT 
SS.DNA5 98 4 2 721 

GCCAACCTTGGGAGATGCCCTCATCCTGTACCTGCATCTGGTCCTGGGGGTGGCAGGAGT 
P_AAD12571 956 

GCCAACCTTGGGAGATGCCCTCATCCTGTACCTGCATCTGGTCCTGGGGGTGGCAGGAGT 
SS.DNA59842 781 

CCTCCAGCCACCAGGCCCCAGACCAAGCCAAGCCCTGGGCCCTACTGGGGACAGAGCCCC 
P_AAD12571 1016 

CCTCCAGCCACCAGGCCCCAGACCAAGCCAAGCCCTGGGCCCTACTGGGGACAGAGCCCC 
SS.DNA59842 841 

AGGGAAGTGGAACAGGAGCTGAACTAGAACTATGAGGGGTTGGGGGGAGGGCTTGGAATT 
P_AAD12571 1076 

AGGGAAGTGGAACAGGAGCTGAACTAGAACTATGAGGGGTTGGGGGGAGGGCTTGGAATT 
SS.DNA59842 901 

ATGGGCTATTTTTACTGGGGGCAAGGGAGGGAGATGACAGCCTGGGTCACAGTGCCTGTT 
P_AAD12571 1136 

ATGGGCTATTTTTACTGGGGGCAAGGGAGGGAGATGACAGCCTGGGTCACAGTGCCTGTT 
SS.DNA59842 961 

TTCAAATAGTCCCTCTGCrCCCAAGATCCCAGCCAGGAAGGCTGGGGCCCTACTGTTTGT 
P_AAD12571 1196 

TTCAAATAGTCCCTCTGCTCCCAAGATCCCAGCCAGGAAGGCTGGGGCCCTACTGTTTGT 
SS.DNA59842 1021 

CCCCTCTGGGCTGGGGTGGGGGGAGGGAGGAGGTTCCGTCAGCAGCTGGCAGTAGCCCTC 
P_AAD12571 12 5 6 

CCCCTCTGGGCTGGGGTGGGGGGAGGGAGGAGGTTCCGTCAGCAGCTGGCAGTAGCCCTC 
SS.DNA59842 1081 

CTCTCTGGCTGCCCCACTGGCCACATCTCTGGCCTGCTAGATTAAAGCTG7AAAGAC 

+ ± + + + + + ** + + + ± + * + + + * + + + *+ +ic± + + -l r ±-*- + + -k + -*- + + ±-*- + + -k + + + + + + -lr + + ** + * 

P_AAD12571 1316 

CTCTCTGGCTGCCCCACTGGCCACATCTCTGGCCTGCTAGATTAAAGCT3TAAAGAC 

>6 AX191504 Sequence 26 from Patent WO0149728. DNA, PAT 15-AUG-2001 
(1372 bp) [1 seg] 

Identities = 1136/1137 (99%)^ at 1,226-1137,1372, Strand +/- 




SS.DNA5 98 4 2 1 

GGGCTGGGCCCCGCCGCAGCTCCAGCTGGCCGGCTTGGTCCTGCGGTCCCTTCTCTGGGA 

AX191504 236 
GGGCTGGGCCCCGCCGCAGCTCCAGCTGGCCGGCTTGGTCCTGCGGTCCCTTCTCTGGGA 

SS.DNA59842 61 

GGCCCGACCCCGGCCGCGCCGAGCCCCCACCATGCCACCCGCGGGGCTCCGCCGGGCCGC 

AX191504 296 
GGCCCGACCCCGGCCGCGCCCAGCCCCCACCATGCCACCCGCGGGGCTCCGCCGGGCCGC 

SS.DNA59842 121 

GCCGCTCACCGCAATCGCTCTGTTGGTGCTGGGGGCTCCCCTGGTGCTGGCCGGCGAGGA 

AX191504 356 
GCCGCTCACCGCAATCGCTCTGTTGGTGCTGGGGGCTCCCCTGGTGCTGGCCGGCGAGGA 

SS.DNA59842 181 

CTGCCTGTGGTACCTGGACCGGAATGGCTCCTGGCATCCGGGGTTTAACTGCGAGTTCTT 

AX191504 416 
CTGCCTGTGGTACCTGGACCGGAATGGCTCCTGGCATCCGGGGTTTAACTGCGAGTTCTT 

SS.DNA5 98 4 2 241 

CACCTTCTGCTGCGGGACCTGCTACCATCGGTACTGCTGCAGGGACCTGACCTTGCTTAT 

AX191504 476 
CACCTTCTGCTGCGGGACCTGCTACCATCGGTACTGCTGCAGGGACCTGACCTTGCTTAT 

SS.DNA59842 301 

CACCGAGAGGCAGCAGAAGCACTGCCTGGCCTTCAGCCCCAAGACCATAGCAGGCATCGC 

AX191504 536 
CACCGAGAGGCAGCAGAAGCACTGCCTGGCCTTCAGCCCCAAGACCATAGCAGGCATCGC 

SS.DNA5 98 4 2 3 61 

CTCAGCTGTGATCCTCTTTGTTGCTGTGGTTGCCACCACCATCTGCTGCTTCCTCTGTTC 

+ + + + + + + + + + + + + + ± + + +±± + + ± + + + + + + + + * + + + + * + + + + -k±* + -k*+*-k + + + + + + + + + + 

AX191504 596 
CTCAGCTGTGATCCTCTTTGTTGCTGTGGTTGCCACCACCATCTGCTGCTTCCTCTGTTC 

SS.DNA5 98 4 2 421 

CTGTTGCTACCTGTACCGCCGGCGCCAGCAGCTCCAGAGCCCATTTGAAGGCCAGGAGAT 

AX191504 656 
CTGTTGCTACCTGTACCGCCGGCGCCAGCAGCTCCAGAGCCCATTTGAAGGCCAGGAGAT 

SS.DNA5 98 4 2 4 81 

TCCAATGACAGGCATCCCAGTGCAGCCAGTATACCCATACCCCCAGGACCCCAAAGCTGG 
AX191504 716 




TCCAATGACAGGCATCCCAGTGCAGCCAGTATACCCATACCCCCAGGACCCCAAAGCTGG 
SS.DNA5 98 4 2 541 

CCCTGCACCCCCACAGCCTGGCTTCATGTACCCACCTAGTGGTCCTGCTCCCCAATATCC 

AX191504 776 
CCCTGCACCCCCACAGCCTGGCTTCATATACCCACCTAGTGGTCCTGCTCCCCAATATCC 

SS.DNA5 98 4 2 601 

ACTCTACCCAGCTGGGCCCCCAGTCTACAACCCTGCAGCTCCTCCTCCCTATATGCCACC 

AX191504 836 
ACTCTACCCAGCTGGGCCCCCAGTCTACAACCCTGCAGCTCCTCCTCCCTATATGCCACC 

SS.DNA59842 661 

ACAGCCCTCTTACCCGGGAGCCTGAGGAACCAGCCATGTCTCTGCTGCCCCTTCAGTGAT 

***++*-*****+++*+*++*+****+* +++ ^* + ^* +++ ** + * +++ ^ + ^^ ++++ ^^^^ + ^ + 

AX191504 896 
ACAGCCCTCTTACCCGGGAGCCTGAGGAACCAGCCATGTCTCTGCTGCCCCTTCAGTGAT 

SS.DNA59842 721 

GCCAACCTTGGGAGATGCCCTCATCCTGTACCTGCATCTGGTCCTGGGGGTGGCAGGAGT 

+ + + * + + + + + + + + + + *■'* + * + + * + + 

AX191504 956 
GCCAACCTTGGGAGATGCCCTCATCCTGTACCTGCATCTGGTCCTGGGGGTGGCAGGAGT 

SS.DNA59842 781 

CCTCCAGCCACCAGGCCCCAGACCAAGCCAAGCCCTGGGCCCTACTGGGGACAGAGCCCC 

AX191504 1016 
CCTCCAGCCACCAGGCCCCAGACCAAGCCAAGCCCTGGGCCCTACTGGGGACAGAGCCCC 

ss.DNA59842 841 

AGGGAAGTGGAACAGGAGCTGAACTAGAACTA.T'GAGGGGTTGGGGGGAGGGCTTGGAATT 

+ ** + + + + * + + * + + + * + ±t± + * + + + + ±*i± + + + + + i + + + + - ir + + + + i.- l < + + + + + i , + + + + + + + + 

AX191504 1076 
AGGGAAGTGGAACAGGAGCTGAACTAGAACTATGAGGGGTTGGGGGGAGGGCTTGGAATT 

SS.DNA59842 901 

ATGGGCTATTTTTACTGGGGGCAAGGGAGGGAGATGACAGCCTGGGTCACAGTGCCTGTT 

AX191504 1136 
ATGGGCTATTTTTACTGGGGGCAAGGGAGGGAGATGACAGCCTGGGTCACAGTGCCTGTT 

SS.DNA59842 961 

TTCAAATAGTCCCTCTGCTCCCAAGATCCCAGCCAGGAAGGCTGGGGCCCTACTGTTTGT 

AX191504 1196 
TTCAAATAGTCCCTCTGCTCCCAAGATCCCAGCGAGGAAGGCTGGGGCCCTACTGTTTGT 

SS.DNA59842 1021 

CCCCTCTGGGCTGGGGTGGGGGGAGGGAGGAGGTTCCGTCAGCAGCTGGCAGTAGCCCTC 



AX191504 1256 
CCCCTCTGGGCTGGGGTGGGGGGAGGGAGGAGGTTCCGTCAGCAGCTGGCAGTAGCCCTC 

ss.DNA5 98 4 2 1081 

CTCTCTGGCTGCCCCACTGGCCACATCTCTGGCCTGCTAGATTAAAGCTGTAAAGAC 

AX191504 1316 
CTCTCTGGCTGCCCCACTGGCCACATCTCTGGCCTGCTAGATTAAAGCTGTAAAGAC 



Wed Nov 21 09:32:36 2001 [BLASTP 2.2.1 [ Jul-12-2001] , NCBI] V 
/home/ruby/va/Molbio/carpenda/tempblast/pl . DNA59842 nc (197 aa) ^ 
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DNA59842 . nc 


1 


P AAG8132 5 


1 


DNA5 98 42 . nc 


61 


P AAG8132 5 


61 


DNA5 984 2 . nc 


121 


P_AAG8132 5 


121 


DNA59842 . nc 


181 


P_AAG81325 


191 



Sequences producing High-scoring Segment Pairs : 

1 P_AAB65258 Human PRC1153 (UNQ583) proteir 

2 P_AAG81325 Human AFP protein sequence SEC 

3 P_AAY66735 Membrane-bound protein PR01153 

4 P_AAB24074 Human PR01153 protein sequence onw ±u wu: i.ie iy/ iUO e-121 

5 CAC38575.1 unnamed protein product - Homo saoiens 111R iqi inn ^-io" \K 

6 P_AAE06576 Human protein having hydroph 

7 CAC51150.1 unnamed protein product - Ho: 

>1 P_AAB65258 Human PR01153 (UNQ583) protein sequence SEQ ID NO: 351 - Homo (197 
aa) [1 seg] 

Score = 1118 (435 bits), Expect = e-121 

Identities = 197/197 (100%), Positives = 197/197 (100%), at 1,1-197,197 

DNA5 98 4 2 .nc 1 MPPAGLRRAAPLTAIALLVLGAPLVLAGEDCLWYLDRNGSWHPGFNCEFFTFCCGTCYHR 

P_AAB65258 1 MPPAGLRRAAPLTAIALLVLGAPLVLAGEDCLWYLDRNGSWHPGFNCEFFTFCCGTCYHR 

DNA59842.nc 61 YCCRDLTLLITERQQKHCLAFSPKTIAGIASAVILFVAVVATTICCFLCSCCYLYRRRQQ 
** + ********** + + i. + *t*** + ir + + *± + ± + + + + + + + * + + ± + + + + + + ^ + + + it j r + j rii ^_ k ^ i 

P_AAB65258 61 YCCRDLTLLITERQQKHCLAFSPKTIAGIASAVILFVAVVATTICCFLCSCCYLYRRRQQ 

DNA59842.nc 121 LQSPFEGQEIPMTGI PVQPVYPYPQDPKAGPAPPQPGFMY'PPSGPAPQYPLYPAGPP VYN 

P_AAB65258 121 LQSPFEGQEI PMTGI PVQPVYPYPQDPKAGPAPPQPGFMYPPSGPAPQYPLYPAGPPVYN 

DNA59842. nc 181 PAAPPPYMPPQPSYPGA 

P_AAB65258 181 PAAPPPYMPPQPSYPGA 

>2 P_AAG81325 Human AFP protein sequence SEQ ID NO:168 - Homo sapiens. (197 aa) 
[1 seg] 

Score = 1118 (435 bits), Expect = e-121 

Identities = 197/197 (100%), Positives = 197/197 (100%), at 1,1-197,197 

1PPAGLRRAAPLTAIALLVLGAPLVLAGEDCLWYLDRNGSWHPGFNCEFFTFCCGTCYHR 



* + ** + + + + * + ±* + + + + * + + * + * + + + + + * + + i , + + i 1 + + + ir + + + i , + + + irii + ir + + + i ^^ ti ^^^ 



****** + * + + ****i,** + + ± + ±±- l ; + + + * + + + * + + ir ± + + ir + + ir + + + + ± + iriririr + + _ )r _ ki ^ iri 



\PPPYMPPQPSYPGA 

>3 P__AAY66735 Membrane-bound protein PRGI153 - Homo sapiens. (197 aa) [1 seg; 



Score = 1118 (435 bits), Expect = _ e-121 1,1-197,197 
Identlt ies = 197/197 (100%), Positives - .97/19/ 

PAGLR^PLTAIALLVLC^PLV^ 
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p AAY66735 
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ri ,z ************************' 



i 



aa) [1 seg] _ 91 

S" 1 ^ 1 i\5"»"a- .loo,,. - li-i^i- 



DNA59842 .nc 


1 


P AAB24074 


1 


DNA59842 .nc 


61 


? AAB2 4 07 4 


61 


DNA598 4 2 .nc 


121 


P AAB24074 


121 


DNA59842.nc 


181 


P AAB24074 


181 



Y.-CR-L^^LI-ERQQKHCLAFSPKTIAGIASAVILFVAVVArri^r^o^^ — 



>5 CAC38575.1 unnamed protein procucL - « 

DItt5984 2.„C . KPPA^PLTAIJ^PLV^^ 

CAC38575.1 1 HP r/A'jLKKAAr ^- i ~ 

DfiW»8<2.r>c 131 f,«ppp-;:-:ppofsy?ca 



CAC38575.1 181 PAAFPPYMPPQPSYPGA 

>6 P_AAE0 6576 Human protein having hydrophobic domain, HP10764 - Homo (197 aa) 
[1 seg] 

Score = 1114 (433 bits), Expect = e-121 

Identities = 196/197 (99%), Positives = 197/197 (99%), at 1,1-197,197 



DNA5 98 4 2 . nc 
P__AAE0657 6 

DNA5 984 2 . nc 
P AAE06576 



1 KFFAGLRRAAPLTAIALLVLGAFLVLAGEDCIWYLDRNGSWHrGFNCEFFTFCCGTCYHR 

1 M?PAG1RRAAPLTAIALLVLGA?LVLAGEDCLWYLDRNGSWH?GFNCEFFTFCCGTCYHR 

61 YCCRDLTLLI TERQQKHCLAFSPKT I AG I ASAV I LFVAVVATT ICC FLCSCCYLYRRRQQ 

61 YCCRDLTLLITERQQKHCLAFSPKTIAGIASAVILFVAVVATTICCFLCSCCYLYRRRQQ 



DNA59842 .nc 121 LQSPFEGQEI PMTG I PVQPVYPY PQDPKAGPAFPQPGFMYP PS GPAPQY PLY PAG PPVYN 

P_AAE0 657 6 121 LQSPFEGQEI PKTGI PVQPVYPYPQDPKAGPAPPQPGFI YPPSGPAPQYPLYPAGPPVYN 

DNA59842.nc 181 PAAFPPYMPPQPSYPGA 

P_AAE06576 181 PAAFPPYMPPQPSYPGA 



>7 CAC51 150.1 unnamed protein product - Homo sapiens (197 aa) [1 seg] 
Score = 1114 (433 bits), Expect = e-121 

Identities = 196/197 (59%), Positives = 197/197 (99%), at 1,1-197,197 

DNA59842 .nc 1 MPPAGLRRAAPLTAIALLVLGAPLVLAGEDCLWYLDRNGSWHPGFNCEFFTFCCGTCYHR 

+ * + ± + ±±± + + + + + **** + + * + * + + + + ± + i,* + * + ±± + + + + + + + + + + ir + + + 4 + ±±±^± + ± + ± 

CAC51150. 1 1 MPPAGLRRAAPLTAIALLVLGAPLVLAGEDCLWYLDRNGSWHPGFNCEFFTFCCGTCYHR 

DNA59842 . nc 61 YCCRDLTLLI TERQQKHCLAFSPKT I AG I ASAVILFVA WATT I CCFLCSCCYLY'RRRQQ 
** + + * + + ± + *** + * + ** + + i ,*** + ± + ± + + + + + ± + + ++ + ir + ir + ir + + ir + i + iri< + iriririri: j r ±_ lr 

CAC51150 . 1 61 YCCRDLTLL I TERQQKHCLAFSPKT I AG I ASAVILFVA WATT I CCFLCSCCYLYRRRQQ 
DNA59842. nc 121 LQSPFEGQEI PMTG I PVQPVYPYPQDPKAGPAPPQPGFMYPPSGPAPQY PL YPAGPPVYN 
CAC51150 . 1 121 LQSPFEGQEI PMTG I PVQPVYPYPQDPKAGPAPPQPGFI YPPSGPAPQYPLY'PAGPPVYN 



DNA5 98 4 2.nc 181 PAAFPPYMPPQPSYPGA 
CAC51150.1 181 PAAPPPYMPPQPSYPGA 



